ABSTRACT In this announcement, we present the complete annotated genome sequence of an Escherichia coli MC4100 mutant strain, BE104. This strain has several methionine sulfoxide reductase gene deletions, making it ideal for studying enzymes that alter the redox state of methionine.
using Quiver (8) . The 1.1 Gb of sequence assembled into a single closed circular genome of 4,775,122 bp with a mean coverage of 200-fold and a GC content of 50.8%. The assembled sequence was annotated using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) v4.8.
The following expected deletions were observed: metB (O-succinyl homoserine lyase) is disrupted by a 2-base deletion/frameshift; msrA is disrupted by insertion with a spectinomycin cassette; and the msr loci msrB (formerly yeaA), msrC (formerly yebR), and msrP (formerly yedY) are all deleted, as is bisC (biotin sulfoxide reductase) (9) . As expected, the yedV::IS2 insertion was not observed, as the msrP::kan deletion was transduced using the kanamycin marker from the Keio collection (JW1954), cotransducing the wild-type (wt) yedV allele.
This strain should be of general use to the research community for studying protein redox states and would be an important addition to the repertoire of sequenced E. coli genomes.
Data availability. The complete E. coli BE104 genome sequence has been deposited in GenBank with the accession number CP040643. The raw data are available in the NCBI Sequence Read Archive (SRA) with the accession number PRJNA544505.
